Supplementary
1) Sequences were generated on linearized full mt genome sequences, with mean fragment size 284 (parameter 2: 50). Other settings were default.
2) Length of mt genome from MIRA assembly from simulated data set; the difference from the original sequence ('GenBank') was due to missing nucleotides near the ends of the linearized mt genomes only, except for those marked with ***.
3) Number of mismatched nucleotide positions between the GenBank sequence and the simulated MIRA assembly. *) Assembly produced two (Anoplophora) or three (Chrysochroa) contigs with partly overlapping sequences that each contain several errors against the GenBank entry in the region overlapping. **) Tandem repeat unit omitted from AT rich region.
